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Abstract: Guarana plant is a native of the Amazon region. Due to its high amount of caffeine
and tannins, the seed has medicinal and stimulating properties. The guarana industry has grown
exponentially in recent years; however, little information is available about associated mycobiota,
particularly endophytic fungi. The present study aimed to compare the distribution and diversity
of endophytic fungi associated with the leaves and seeds of anthracnose-resistant and susceptible
guarana plants produced in Maués and Manaus, Amazonas State, Brazil. A total of 7514 endophytic
fungi were isolated on Potato Dextrose Agar, Sabouraud and Czapek media, and grouped into
77 morphological groups. Overall, fungal communities in guarana leaves and seeds were mainly
composed by Colletotrichum and Fusarium genera, but also by Chondrostereum, Clonostachys, Curvularia,
Hypomontagnella, Lentinus, Neopestalotiopsis, Nigrospora, Peroneutypa, Phyllosticta, Simplicillium and
Tinctoporellus. Obtained results indicate that some members of Colletotrichum and Fusarium genera
may have experienced dysbiosis during the guarana domestication process, suggesting that some
individuals may behave as latent pathogens. The susceptible guarana genotype cultivated in Manaus
presented higher fungal diversity. The relative abundance of taxa and diversity among samples
suggests that communities are structured by genotype and geographic location. This is the first report
of mycobiota in both guarana leaves and seeds.
Keywords: mycobiota; composition; diversity; genotypes; plant organs; geographical location
1. Introduction
The guarana plant (Paullinia cupana var. sorbilis Mart. Ducke) is an Amazonian species with
a center of origin in Maués city, of Amazon State-Brazil [1]. The seeds, the commercially exploited
plant part, are characterized by high amounts of caffeine—about two to five times greater than the
content found in coffee (Coffea arabica L.), yerba mate (Illex paraguariensis A. St.-Hil.) and green tea
(Camellia sinensis L. Kuntze) [2].
The indigenous Sateré Maué tribe associated the use of guarana seeds with strength, vitality and
disease prevention [3]. Its consumption results in changes in the nervous system [4], improvement of
physical performance [5], and increased cognitive response [6]. In addition, previous studies suggest it
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can have protective effects against neuropathologies [7–9], reduction in cardiovascular diseases [10],
weight loss in humans [11–14], and changes in intestinal microbiota [13]. Due to its antioxidative
action, products derived from guarana can replace synthetic food antioxidants and are used in the
manufacture of various cosmetics [15,16]. It also has antimutagenic, anticarcinogenic and antiallergenic
properties [17,18]. These stimulating, therapeutic and medicinal properties of guarana are related to its
chemical substances, such as tannins, xanthines, and especially caffeine (1,3,7-trimetilxantina) [19].
The compounds, theobromine (3,7-dimethylxanthine), theophylline (1,3-dimethylxanthine) and tannins
represent 0.3%, 0.3% and 14% of the plant content, respectively [20,21].
The properties of guarana seeds make their characteristics highly requested by different industries.
Currently, Brazil is the main guarana producer in the world. Most of the production is consumed
in the domestic market by the carbonated beverages sector (45%), and remainder amount is used in
the manufacture of syrups, powders and pharma compounds in general [22]. The growing demand
for different healthy products among consumers, especially in the beverage sector, is expected to
increase the guarana market to USD 8.30 billion by 2021, representing an increase of 142% over the
value published in 2018, reflecting an increase of USD 5.86 billion [23].
Seeking to meet market demand, guarana industry has grown exponentially in Brazil. Currently,
guarana cultivation occupies 15 thousand hectares, distributed mostly in the Brazilian States of Bahia
(6500 ha) and Amazonas (8133 ha) [24]. Until 2016, the highest production per hectare was recorded in
Bahia. According to a previous study published by the Brazilian Institute of Geography and Statistics
(IBGE, Brazil), in the period from 2017 to 2018, a significant increase in the guarana production in
the State of Rondônia, Brazil, was observed. It reached 705.8 ton.ha−1, leaving Amazonas in third
place in terms of productivity, with 501.5 ton.ha−1, while Bahia State remained in the first place, with a
production of 862.1 ton.ha−1 [25].
In the Amazon, the tropical climate, characterized as hot and humid (annual average: 27.2 ◦C
and 2101 mm [26]), favors the establishment of insects and pathogens that significantly affect plants.
The trips (Pseudophilothrips adisi Zur Strassen), anthracnose (Colletotrichum guaranicola Albuq.) and
oversprouting (Fusarium decemcellulare Brick) are the main factors related to the stagnation of guarana
production in the Amazon region [27–30]. Application of agrochemicals, cultural practices and insertion
of tolerant genotypes have been used to control these problems [28,31,32].
Recent studies have demonstrated the importance of microorganisms associated to plants as
biological source of new molecules and bioactive compounds. Such close relationships between
hosts and their associated communities of microorganisms (or microbiota) have led to the description
of the “holobiont” concept. This has been around since the early 20th century [33] but it is mostly
associated with the studies of Margulis, particularly [34]. More recently the term “hologenome” was
proposed—it corresponds to the entire metagenome of a holobiont, that is, the combined gene pool
of the host and its microbiota [35]. In this theory, the relationship between host and its microbiota
is a key aspect affecting the holobiont fitness to its environment [35]. Among the microorganisms
associated to plants, endophytic fungi stand out for their multiple interactions with the host and are a
good choice for exploitation of such kind of new molecules with biological activity against insects and
pathogens. During plant–fungus mutual interaction, endophytes decrease attacks by herbivore and
plant pathogens, favoring greater protection of the plant and production of vegetal biomass. In return,
plants provide essential nutrients to endophytic fungi, and produce hormones and amino acids that
modulate mycobiota by recruiting specific taxonomic groups [36,37]. However, not always do the
recruited endophyte groups result in positive effects for the host. Such microorganisms may antagonize
phytopathogens, facilitate disease or have neutral effect [38,39]. Positive, neutral or negative effects
depend on the environment and the different combinations between host and endophyte genotypes as
well as interactions with other organisms [40,41].
The understanding of the factors guiding the microbial community of guarana is extremely
important because it can elucidate how these microorganisms are structured in specific niches.
In addition, the symbiotic interactions between endophytic fungi and guarana have been little
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explored [42–44]. The aim of this study was to identify the taxonomic composition of endophytes
on leaves and seeds of guarana (Paullinia cupana var. sorbilis), and compare culturable fungi isolated
among different guarana genotypes and geographical locations of guarana production in the Amazon
region, Brazil.
2. Materials and Methods
2.1. Sampling
Healthy guarana leaves and fruits from susceptible (BRS Amazonas cultivar 300) and resistant
(BRS Maués cultivar 871) genotypes to both anthracnose and oversprouting diseases were collected
during November 2014 in the experimental fields of Embrapa Amazônia Ocidental located in the
municipalities of Manaus (MAO, 2◦56′33′′ S 59◦56′07′′ W) and Maués (MBZ, 3◦23′55′′ S 57◦42′25′′ W),
in the state of Amazonas, Brazil. The collection was performed from 5 plants of each genotype in
both municipalities, totalizing 20 plants. The collected material was labelled according to the origin
and susceptibility with the following abbreviations: MAO 300 or MAO 871 (susceptible or resistant
genotypes from Manaus); and MBZ 300 or MBZ 871 (susceptible or resistant genotypes from Maués).
The labelled plant material was stored in paper bags, packed in ice and transported to the Laboratory
of Microbiology and Plant Pathology of the Federal University of Amazonas (UFAM) in Manaus
city, Brazil.
2.2. Fungal Endophyte Isolation
Endophytic fungi were isolated from leaves as described in [45]. Leaf fragments of 5 cm were
submitted to superficial disinfestation in ethanol (70%, 1 min), NaCl (2%, 1 min), ethanol (70%, 30 s),
followed by triple wash in sterilized distilled water. The edges of the disinfested fragments were
eliminated, obtaining samples of 0.5 cm2, deposited in Petri dishes with PDA (Kasvi, São José do
Pinhais, Paraná, Brazil), Sabouraud (Merck, Darmstadt, Germany) and Czapek (DifcoTM, BD, Franklin
Lakes, NJ, USA) media supplemented with chloramphenicol 250 mg·L−1 (Amresco®, Solon, OH, USA).
For each culture medium, 100 fragments per plant were deposited, totaling 300 fragments per plant in
the three culture media.
For the isolation of endophytic fungi from seeds, 25 seeds from each origin (MAO 300, MAO 871,
MBZ 300 and MBZ 871) were used, totaling 100 seeds. The fruits were washed in running water
and the aryl was removed, followed by surface disinfestation in aqueous solution of ethanol (70%,
2 min), NaClO (3%, 5 min), ethanol (70%, 30 s), followed by rinse thrice in sterilized distilled water.
Five equidistant seeds were deposited in Petri’s dishes with PDA supplemented with chloramphenicol
(250 mg·L−1).
The effectiveness of the disinfestation process was verified by deposition of 50 µL of the water
used in the last wash in the same culture media used for endophytic fungi isolation. Petri dishes
containing control, leaf fragments and seeds were kept at 28 ◦C without photoperiod.
After 24–72 h, the first fragments of hyphae grown from leaves and seeds were transferred to
new Petri dishes containing PDA for isolation of fungal colonies. After fungal growth (7–10 days),
the macro-morphological characteristics were observed. For fungi visualization, slides were prepared
with lactophenol and cotton blue. Observation of reproductive fungal structures was carried out by
using a Carl Zeiss® (Oberkochen, Germany) light microscope and photographed with the AxioCAM
ERc 5s camera with a 40× objective.
Endophytic fungal colonies were subsequently quantified and grouped into morphotypes/OTU’s
(Operational Taxonomic Units) based on their cultural and reproductive structures characteristics [46–49].
In order to maintain genetic uniformity, monoconidial cultures were obtained from representatives of
each OTU [50]. All monoconidial isolates were preserved using the Castellani method and deposited
in the Chilean Culture Collection of Type Strains (WDCM 1111, http://ccct.ufro.cl/), hosted by the
Universidad de La Frontera (Temuco, Chile).
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2.3. DNA Extraction, Amplification and Sequencing
Genomic DNA was extracted from monoconidial cultures from representatives of each OUTs,
using the Wizard® Genomic DNA Purification Kit. DNA was quantified in 0.8% agarose gels using
50 ng lambda DNA (Promega, Madison, WI, USA) molecular weight marker, and the fragments were
visualized using the Loccus Biotechnology Molecular Imaging Transilluminator. The 260/280 ratio for
DNA quality and concentration was obtained using a Nanodrop® 2000c spectrophotometer (Thermo
Fisher Scientific, Waltham, MA, USA), and the final concentration adjusted to 30 ng.µL−1.
Internal transcribed spacer of ribosomal DNA (ITS) region was amplified using 0.2 µM of
ITS1/ITS4 primers [51], 1× VWR Taq DNA Polymerase Master Mix with 1 mM MgCl2 (VWR, Radnor,
Pennsylvania, PA, USA), and approximately 50 ng of template DNA in a total 50 µL reaction volume.
PCR cycling conditions were: pre-denaturation at 95 ◦C for 5 min; followed by 35 cycles of denaturation
at 95 ◦C for 1 min, primer annealing at 56 ◦C for 45 s, extension at 72 ◦C for 90 s; and final extension at
72 ◦C for 10 min, in a BioRad C-1000 thermocycler (BioRad, Hercules, CA, USA). Amplification success
was verified in 1% agarose gel and obtained amplicons were purified according to the NZYGelpure
kit (NZYtech, Lisbon, Portugal) protocol. Samples were sent for Sanger sequencing to Stab Vida
Lda (Madan Parque, Caparica, Portugal). Generated electropherograms were analyzed using 4Peaks
(by A. Griekspoor and Tom Groothuis, nucleobytes.com). Sequences were primarily analyzed using the
Blast algorithm from NCBI National Center for Biotechnology Information (www.ncbi.nlm.nih.gov).
Phylogenetic analysis was performed by multiple alignment of the obtained ITS sequences against
those of different species sequences retrieved from the NCBI database (Table S1). Alignment was
performed using the MUSCLE tool [52], implemented in MEGAX software (Institute of Molecular
Evolutionary Genetics, The Pennsylvania State University, USA [53,54]). Poorly aligned positions and
divergent regions were eliminated using the Gblocks v.0.91b online tool (Institut de Biologia Evolutiva
(CSIC-UPF), Barcelona, Spain, [55]). The most suitable substitution model was determined based on
the lowest Bayesian information criterion. A Maximum Likelihood (ML) tree—based on the Kimura
two-parameter [56] substitution model (K2), considering non-uniformity of evolutionary rates among
sites modelled using a discrete Gamma distribution (+G) with 5 rate categories, assuming that a certain
fraction of sites are evolutionary invariable (+I), and 1000 bootstrap replications [57]—was constructed
using MEGAX. All positions with less than 95% site coverage data were eliminated. The obtained tree
was edited in iTOL v.5.6 program (biobyte solutions GmbH, Heidelberg, Germany, [58]).
2.4. Fungal Diversity Analysis
The analyses of taxonomic composition were performed using the relative abundance matrix of
genera, later grouped in Operational Taxonomic Unit (OTUs), where each genus reflects one OTU.
Plots with genera taxonomic composition were constructed using Phyloseq R [59] and ggplot [60].
Analysis of endophytic fungi diversity was calculated by the program RStudio version 1.1.463
using the relative abundance of the taxa found in the samples. The alpha diversity, which analyzes the
diversity within each sample, was estimated by genotype (BRS Amazonas and BRS Maués) (q = 0),
Shannon diversity (q = 1), and Simpson diversity (q = 2) in the range of geographic origin (Manaus
and Maués), using the Hill series, which takes into account the effective number of genera, package
iNEXT [61].
3. Results and Discussion
The analysis of diversity and taxonomic composition of the endophytic community of guarana
were based on the amount of fungi recovered from healthy guarana tissue samples in different culture
media, followed by the quantification and separation by morphotypes until identification through
molecular data. The diversity and composition of leaf and seed endophytes from two guarana cultivars,
both of which differed as to resistance/susceptibility to anthracnose and to oversprouting, considered
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the main diseases of this crop, were compared within a regional scale, which includes the municipalities
of Manaus and Maués Brazil, the latter being considered the center of origin of guarana.
As a result of the field collection, 7441 endophytes from 6000 guarana leaf fragments and 73 fungi
obtained from 100 seeds were isolated, distributed in two different cultivars and municipalities
according to Table 1. Leaf and seed fungi were grouped into 77 morphological groups. Such isolation
effort allows the capture of several diversity levels of the endophytic community associated with
guarana and it provides valuable resources for future studies, either in fungal taxonomy or
biotechnological applications.
Table 1. Number of endophytic isolates from guarana plants (Paullinia cupana var. sorbilis), from the
cultivars susceptible BRS300 and resistant BRS871, collected in the municipalities of Manaus and Maués
AM, Brazil.
Leaves Seeds
Cultivar BRS300 BRS871 BRS300 BRS871 Total
Local
Manaus 1533 1947 19 11 3510
Maués 2721 1240 23 20 4004
Total 4254 3187 42 31 7514
The amount of 77 morphotypes corresponded to 26 OTUs which were detected through molecular
sequencing. Initially, the morphotypes were separated according to cultural characteristics that justified
the groups’ distinction. However, different morphological groups were later identified within the same
genus. Similar results were observed in the study developed by Singh et al. [62], with the endophytic
fungi of Tectona grandis. The authors recovered 5089 isolates attributed to 45 distinct morphotypes,
identified based on the ITS region in just over 23 genera. Tan et al. [63] isolated 224 endophytic fungi
from various plant tissues of Dysosma versipellis, classified within 53 morphotypes and identified on
the basis of ITS in 29 different genera. Guo et al. [64] grouped an enormous amount of endophytes
of Leptocanna chinensis into 19 morphotypes. After sequencing the ITS region, the endophytes were
collected in only 3 genera: Diaporthe, Mycosphaerella and Xylaria. On the other hand, Wang et al. [65]
obtained a better approximation of the morphotype-taxon relation, the authors grouped the endophytic
fungi into 77 morphotypes, which were divided into 64 taxa based on the analysis of the ITS sequencing.
Most studies with cultivable fungi report similar results to ours, that is, higher number of morphotypes
and fewer genera. Nevertheless, it is important that the morphotypes are separated, as reported in
a review of traditional and molecular techniques used in studies of endophytic fungi diversity [66].
According to the authors, the arrangement within the different morphotypes does not reflect the actual
phylogeny of the taxa, but it is necessary because it assists in the separation and optimization of
molecular identification when one has a huge amount of individuals.
About 2486 fungi distributed in 16 morphotypes did not have their representatives identified
molecularly, among them members of Gilmaniela, Pithium, Phoma and Stemphillium. These representatives
needed the molecular analyses for effective identification, so they were demarcated as unidentified.
While morphology can be of great value for the differentiation of some genera, some morphological
characteristics of fungi may cause confusion in people not specialized in a particular genus. For example,
conidiophore structure is a very helpful morphological characteristic to differentiate between Aspergillus
and Penicillium. On the other hand, high levels of interspecific differences in conidial dimensions,
septation and shape of aerial and sporodochial conidia in Neocosmospora hinder the morphological
differentiation of this genus from Fusarium [67]. In addition, even renowned mycologists can commit
faults when performing fungal identification only on the basis of morphology, which is subject to
plasticity and changes caused by biotic and abiotic factors. Such endophytes lost the ability to grow in
synthetic culture medium after the storage period required to process all the 7514 isolates recovered,
approximately 3 to 4 months, leading to the diversity loss that these individuals could represent.
The preservation method used in this study was based on nutrient reduction, suitable for various fungi,
J. Fungi 2020, 6, 123 6 of 20
as demonstrated in [68], which maintained 44 viable taxa preserved in distilled water for one year,
and in [69], who used the same method to maintain 151 basidiomycetes species for variable periods for
up to 7 years. However, preservation in distilled water can cause the death of the fungus due to the
absorption of water by osmosis [70]. Possibly, this happened with some of our isolates. For example,
members of Guignardia were initially quantified and separated into a morphotype G1, but none could be
retrieved for DNA extraction and sequencing. Only a fungal isolate could be recovered and sequenced
within morphotype G2, later identified as the teleomorph Phylosticta (CCCT 17.27, see Figure 1).
Many fungal isolates are lost annually because of the specificities necessary for the storage of certain
species, thus, in order to preserve individuals for future studies, endophytes with sequenced DNA
(Table S1) were deposited in the Colección Chilena de Cultivos Tipo (CCCT).
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The initial morphological identification allowed the separation of genera that produced sexual
structures, such as Aspergillus, Colletotrichum, Fusarium and Penicillium. However, a high number of fungi
was classified as Mycelia sterilia, among them the endophytes classified molecularly as Chondrostereum,
Diaporthe, Hypomontagnella, Lasiodiplodia, Lentinus, Muyocopron, Peroneutypa, Phomopsis, Phylosticta,
Polyporales and Tinctoporellus. Some isolates did not produce conidia, and others, such as members of
Nigrospora, lost that ability after the successive cultivation steps and under the analyzed conditions.
This inability to produce conidia under laboratory conditions indicates that growth was metabolically
unfavorable for the formation of reproductive structures [66]. Although conidiophores and conidia
represent commonly reported characteristics in the literature, their value can be limited, since more
than 50% of the total endophytic fungi usually does not sporulate on the used substrates [71,72].
Molecular biology analysis through amplification of the ITS region allowed the identification to
the genus level, especially of sterile fungi that could not be classified in any taxonomic setting
based on the morphology. The ITS region, known as the fungal barcode, is highly polymorphic,
easily amplified, with genetic information that allows intraspecific and interspecific distinction of
many members of the phyla Ascomycota and Basidiomycota, with reliable taxonomic classification at
the genus level for most fungi [73]. Based on the molecular data (Figure 1), it was possible to confirm
the identification of Aspergillus, Colletotrichum, Cladosporium, Curvularia, Fusarium, Neopestalotiopsis
and Penicillium, and other lesser common fungi in the laboratory routine, such as Chondrostereum,
Muyocopron, Peroneutypa and Tinctoporellus.
3.1. Culture Medium
Fungi isolated from guarana in different culture media resulted in the highest number of
endophytes in Czapek culture medium (2791 isolates), followed by PDA (2643) and Sabouraud
(2080). The number of genera obtained varied according to the culture medium used. The largest
number of unique OTUs, that is, genera exclusively found in a certain culture medium, was found
in PDA (Hypomontagnella, Muyocopron, Phyllosticta, Pseudopestalotiopsis and Talaromyces). The Czapek
and Sabouraud media provided only two unique OTUs obtained in these media (Peroneutypa and
Tinctoporellus). Three OTUs (Colletotrichum, Fusarium and Penicillium) were obtained from the four
samples (MAO 300, MAO 871, MBZ 300 and MBZ 871) in the three different culture media used.
The largest number of unique OTUs was isolated in PDA medium in the city of Maués (4), and in
the genotype BRS300 (5). The diversity parameters analyzed for the culture media (Figure 2a) show
that PDA has greater sample richness (q = 0) when compared to Czapek and Sabouraud. However,
the parameters q = 1 and 2 indicated that the three culture media did not differed in their capacity to
capture the diversity present in the guarana samples.
Our results show that isolation of endophytic fungi translated in the higher number of isolates in
Czapek and greater diversity in PDA medium. These results differ from those found in [44], where the
authors had better results regarding the incidence and diversity of guarana endophytes in Manioc
Dextrose Agar (MDA) when compared to PDA medium. The culture media reported in our study did
not differed in the diversity measures considered more reliable (q ≥ 1) [74]. However, PDA provided
five genera exclusively obtained in this culture medium, possibly due to the favorable conditions of
this medium in the development of most filamentous fungi [75].
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In general, the taxonomic composition of guarana had two dominant OTUs, that is, with high RA,
Colletotrichum (16%) and Fusarium (15%). Another 12 OTUs had RA ranging from 1 to 7.9%, and were
considered as frequent, typical or common, making up half of the identified guarana isolates (52.4%).
The remaining 11 OTUs with AR < 1% were considered rare. The isolation of rare endophytic fungi
such as Cladosporium, Lentinus, Simplicillium, Pseudopestalotiopsis, Talaromyces and Tinctoporellus suggests
that the isolation and sampling procedures were appropriately employed. In general, the endophytes
isolated from guarana leaves and seeds represent little explored niches, and resulted in the first
report of 11 genera in endophytic communities of P. cupana: Clonostachys, Curvularia, Chondrostereum,
Hypomontagnella, Lentinus, Neopestalotiopsis, Nigrospora, Peroneutypa, Phyllosticta, Simplicillium and
Tinctoporellus. These genera, reported here for the first time in guarana, have already been cited in
studies on the biological control of pests and diseases in cultivated plants. For example, strong fungicidal
activity was evidenced by an extract produced from Lentinus crinitus, capable of inhibiting more than
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92% of the conidial spores of Fusarium sp. [79]. The fungus Clonostachys rosea is considered an effective
organism: entomopathogenic, mycoparasitic and nematophagus. Such capacities are associated
with, among other factors, the production of serine protease, an enzyme with important role during
biological control [80–82]. The strains C. rosea MpA/MpB and Bionectria sp. 6.21 reported in [83,84]
have antagonistic activity against phytopathogens through mycoparasitism and the production of
secondary metabolites that aid in the breakdown and degradation of the cell wall. Another mycoparasite
species, also found in guarana, is Simplicillium lanosoniveum S-599 which parasites fungi by secreting
proteases [85].
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(MBZ), Am zonas, Brazil.
Most of the taxa associated with guarana were previously reported in the literature as having
beneficial ecological functions, like plant growth-promoting fungi (PGPF) which have the natural ability
to stimulate seedling vigor, seed germination rate, root morphogenesis and development, shoot growth,
yield, flowering, plant composition and photosynthetic efficiency [86–91]. This ability can occur
through one or more mechanis s such as production of volatile organic compounds (V C’s) and
phytohormones, antagonism to phytopathogens, amelioration of abiotic stresses and enhanced nutrient
availability [92]. For instance, Naraghi et al. [93] found that the endophyte Talaromyces flavus (TF-Po-V-50
and TF-Co-M-23) can promote the development and increase the biomass of cotton and potato plants
mediated by the seed treatment method; Hossain et al. [94] reported that Penicillium simplicissimum
GP17-2 could induce the host-plant defense system by the activation of ultiple chemical signals.
The authors observed that Arabidopsis thaliana plants inoculated with GP17-2 presented a clear induced
systemic resistance (ISR) to Pseudomonas syringae pv. tomato DC3000. Other genera have also been
reported with the ability to increase plant growth such as Aspergillus, Cladosporium, Clonostachys,
Curvularia, Phomopsis and Talaromyces [87,95–98]. In the present study, it was possible to verify that the
same genera occur in the guarana endophytic community. One can hypothesize that these isolates
improve guarana plant growth through different mechanisms, but further studies are needed to confirm.
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3.3. Composition of the Endophytic Microbiota of Genotypes and Municipalities
The distribution of genera according to plant genotypes and collection municipalities is shown in
Figure 3.
In the obtained leaves of MAO 300, five OTUs prevailed over the others, Diaporthe (10%),
Fusarium (9%), Guignardia (9%), Nigrospora (8%) and Colletotrichum (7%). In MBZ 300 only Colletotrichum
(25%) and Fusarium (29%), formed the group of predominant individuals. In the genotype BRS871
from Maués the genera Nigrospora (30%), Fusarium (14%), Diaporthe (14%), Clonostachys (10%) and
Colletotrichum (8%) showed higher RA values. A smaller number of OTUs prevailed in MAO 871,
only Colletotrichum (17%) and Guignardia (8%). The foliar endophytic community is composed of
20 OTUs, where 8 OTUs were found in both genotypes and municipalities: Clonostachys, Colletotrichum,
Curvularia, Diaporthe, Fusarium, Guignardia, Neopestalotiopsis and Penicillium. The largest number of
unique OTUs, that is, those found only in a given sample, was found in MBZ 300 (4) and MAO
300 (2). In the MBZ 871 sample no unique OTU was observed and only one unique OTU, Phyllosticta,
was obtained from MAO 871.
The OTUs obtained from seeds varied according to plant location and genotype. The endophytes
from the MBZ 300 sample were mainly inserted in the genera Colletotrichum (22%), Clonostachys (26%),
Fusarium (13%), Talaromyces (13%), Diaporthe (9%) and Simplicillium (9%). In MAO 300, other groups had
high RA, Fusarium (47%), Clonostachys (21%), Aspergillus (11%) and Albonectria (11%). In cultivar BRS871
the most abundant OTUs were Fusarium (15%) and Megasporoporia (15%) in MBZ 871, and Cladosporium
(55%) and Fusarium (27%) in MAO 871. The microbial seed community had a higher number of unique
OTUs in Maués, in samples MBZ 300 (2) and MBZ 871 (2). In Manaus, MAO 300 and MAO 871,
one unique OTU was obtained in each sample, Aspergillus and Cladosporium, respectively. Only one
OTU (Fusarium) was isolated in all guarana genotypes and municipalities studied. In the susceptible
cultivar (BRS300), the highest total amount of OTUs, 8 and 6, were present in the MBZ300 and MAO300
samples, respectively.
The mycobiota present in guarana plants is heterogeneous, varying in distribution and abundance
of genera according to plant genotypes and municipalities of sample collection. The present results
suggest that structuring of guarana fungal community (cultivable organisms) is directed both by the
genetics of the host plant as well as by the geographic location, especially in leaves. These results are
in line with previous studies of grapevines [99] and tomato [100] plants that have shown that different
plant organs, genotypes of the same plant species and even sampling positions in the farmland can
harbor partially different microbiomes. Guarana had high dominance of Colletotrichum and Fusarium,
known as well established organisms, with different life style types [98]. Differences in life style
depend on environmental conditions, fungal species, host and its maturity. Colletotrichum species life
styles, for example, can be broadly categorized as latent or quiescent, endophytic, hemibiotrophic and
necrotrophic [101–103]. Both genera have been extensively associated with the endophytic community
in different plants [62,104,105] but are also important pathogens of a wide range of hosts such as
pepper, soy, alfalfa and many other cultivable plants [101,106,107]. Several studies have shown that
pathogenic or parasitic fungi are found as endophytes [108–112]. In this situation, endophytes are
latent pathogens that infect the plant, and persist in a dormant phase without causing symptoms in
the host [113]. The symptoms and signs of the disease appear rapidly in response to physiological
changes of the plant, either by its stage of maturity or when subjected to nutritional and environmental
changes. Abiotic or biotic stress can trigger the pathogenic activity of endophytes when the host is
not able to limit fungal growth [101,109,114]. In leaves, both genera were observed with high RA
in Maués, origin of the dispersion of guarana, and in BRS300, cultivar susceptible to anthracnose
and to supersprouting. In seeds, members of Fusarium, were dominant in all samples, regardless of
genotype and locality. On the other hand, individuals from Colletotrichum were only obtained from
seeds of MBZ 300. This suggests that Fusarium endophytes possibly suffer vertical transmission in
guarana, passing successively through generations and increasing their presence in the next generation
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of seedlings [115,116]. On the other hand, Colletotrichum endophytes are most probably acquired via
horizontal transmission, therefore being influenced by environment and geographical location.
Anthracnose and oversprouting are between the main diseases affecting guarana crops. The first
mainly affects aerial organs by severe tissue necrosis and the latter is characterized by malformed tissue
and organs in the nodes or branching points. Both diseases lead to guarana plant decline, affecting
plant growth and flowering, and to a reduction in crop productivity. Colletotrichum and Fusarium
endophytes are closely related with pathogens of anthracnose and oversprouting, and some members
may have undergone modifications related to the ecological pressure suffered with the establishment
of guarana monocultures in Amazonas and favorable climatic conditions, such as humidity and
temperature extremes suitable for the multiplication of microorganisms. The period in which the
process of endophyte-pathogen modification occurred, that is, the product of the co-evolutionary
process, is an extremely short geological time, as demonstrated in [117]. The author suggested
a recent domestication of guarana populations and dispersion originating from Maués just over
600 years ago. The process of domestication, which relied in monoclonal cultures of guarana from
Maués and expansion throughout the Amazonas region [19], possibly caused “dysbiosis”, that is,
an imbalance in the microbial communities generating the transition of some members to a pathogenic
phase, a process already observed in Colletotrichum magna [118], Fusarium graminearum [119] and
Lasiodiplodia sp. [120]. These results suggest that Colletotrichum and Fusarium could represent potential
pathogens. However, the endophytic microbiota that makes guarana also includes other genera such
as Aspergillus, Clonostachys, Nigrospora, Phomopsis (Diaporthe) and Talaromyces, previously cited in the
literature as having a role in plant bioprotection. In this way, future studies could verify how these
endophytes influence the guarana plant in order to elucidate the types of interactions that occur,
positive, negative or neutral, and whether such interactions can be manipulated in favor of increased
production and protection of guarana.
3.4. Diversity Analysis
Several rarefaction and extrapolation curves of diversity measures comparisons are presented
in Figure 2. First we aimed to compare diversity values of different plant organs used for fungal
isolation. However, considering the very low number of individuals obtained from seeds (Table 1),
no rarefaction was achieved and diversity measures were not plotted. In Figure 2b, a reference to
the maximum q = 0 rarefaction value obtained for seeds is shown. In comparison, it is possible to
see that leaves have greater richness (q = 0), that is, a higher number of genera. Furthermore, Maués
(Figure 2c) and the susceptible guarana genotype BRS300 (Figure 2d) also have greater richness (q = 0)
with no differences observed in the other indexes studied (q = 1, 2). It is interesting to note that the
rarefaction curves in Figure 2b–d were estimated by the combined analysis of leaf and seed isolates.
However, when analyzing them separately, the patterns of diversity change (Figure 4). The richness,
Shannon and Simpson diversity indexes analyzed by BoxPlots show that the municipality of Manaus
(MAO) and the susceptible genotype (BRS300) are the most diverse. In leaves, the greatest diversity
was observed in samples MAO 300 and MAO 871 while the seeds samples MAO 300 and MBZ 300 had
higher indices within the observed parameters. Variation in diversity estimates appears to be greater
in seed samples, which can be explained by the sensitivity of the Shannon index (q = 1, Figure 4b)
and of the Simpson index (q = 2, Figure 4c) to unique and abundant and only to abundant genera,
respectively. The lower number of analyzed seed isolates exacerbates the observed RA values for the
present OTUs, particularly in sample MAO 300, where two OTUs contain 68% of the RA.
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The study of the microbial community and its diversity can be influenced by the traditional
isolation method, since culture dependent methods are highly laborious and can hinder the isolation,
enumeration and maintenance of viable fungus species, as well as obtaining non-culturable and
biotrophic species [62,121]. Recently, diversity studies have been conducted using methods independent
of microorganism cultivation, such as Next Generation Sequencing (NGS) approaches. However,
these methods may produce errors and have been shown to overestimate the number of microorganisms
present in the samples [66,121–124]. A previous work comparing culture-based endophyte diversity
data with NGS data from the same host plant revealed that the culture-dependent method by itself has
the ability to reveal a real qualitative picture of fungal endophytes [123,125]. In addition, the traditional
culture method is the only way to isolate microorganisms for future studies in the laboratory in order
to explore the production of molecules that may be useful for various purposes.
In guarana, the diversity between geographical locations varied according to the source plant
material, possibly related to the more robust amount of fungi sampled in leaves, and genotype, with the
susceptible genotype having higher diversity indexes. This suggests that the microbial diversity of
guarana can be influenced by both genotype and geographical location. Our results are consistent with
previous studies, such as [126], where the authors demonstrated that even in the face of disturbances
such as the application of fungicides and presence of pests, the most determinant factors of the
endophytic community of Ageratina altissima were the locality and the cultivar. In another study that
analyzed the abundance, diversity, species composition and relative affinity with the host of two
tree species, the community of endophytes differed according to the locality and host species [127].
Similar results were observed in the endophytic microbiota of Elymus mollis, Ammophila arenaria and
Ammophila breviligulata, differing from the soil microbial community, which was strictly influenced by
environmental factors, not by the cultivar or location [128].
In the present study, the susceptible genotype and, in general, the municipality of Manaus,
were shown to have greater diversity. Similar results were observed in the seeds and roots of guarana
studied in [42]. The authors related the richness of the susceptible genotype to the host vulnerability
to microbial infections. They also reported greater diversity in Manaus, correlated with the large
amount of inoculum that the planting received because it is located near an urban area, different from
the one found in Maués, located in a rural area. The genotypes covered in this study have some
similar characteristics. Both were originally selected from progenies located in the municipality of
Maués, with clonal propagation by rooting of cuttings, average annual seed yield (1.49 kg·plant−1
and 1.55 kg·plant−1) and similar caffeine contents (3.92% and 4.04%) [129,130]. However, they differ
in adapting to different conditions. Interestingly, the susceptible genotype observed in this study to
have greater endophyte diversity was reported in other studies to have better rooting of cuttings [129],
lower mortality rate [131] and higher yield of production (kg/plant) even with increased competition
for nutrients (plant/area) [132]. More recent works have shown that plant microbiota plays a key role
in host adaptation. The dynamic genetic change of the microorganisms provides the necessary time
for the host adaptation to the adverse conditions, improving plant adjustment and survival [133].
Considering the idea that the microbial community possibly exerts influence on the performance
and adaptation of the studied guarana plants, achieving a better understanding of how host genetic
variation and geographic location affects the microbial community should be pursued in future efforts
to incorporate biology into evolutionary ecology and agricultural science.
4. Conclusions
Guarana cultivable mycobiota is heterogeneous varying in distribution and abundance of genera
according to host plant genotype and geographic location. It is formed by 25 genera of endophytic
fungi, including the highly abundant Colletotrichum and Fusarium. Culture-dependent methods such as
the strategy adopted in this study give, by themselves, accurate qualitative pictures of fungal diversity
present in the host plant. Nevertheless, improvement of endophyte preservation and identification
techniques is necessary. In the present study, several isolates representing 16 morphotypes were left
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unidentified since they have lost their ability to grow in synthetic medium and could not be identified
based on molecular techniques, which lead to the potential diversity loss that these individuals
could represent.
The diversity was higher in the BRS300 susceptible cultivar and in the municipality of Manaus.
The main drivers of microbial community composition and diversity in guarana are plant genotype
and geographic location, as evidenced by the difference of dominant endophytes in the sampling
units, presence of large number of OTUs found exclusively in certain samples, and diversity patterns.
This is in accordance with previous studies that have related susceptible genotype richness to host
vulnerability to microbial infections and the greater diversity in Manaus with large amount of inoculum
received by the planting.
Colletotrichum and Fusarium are known pathogens responsible, respectively, for anthracnose
and oversprouting diseases that compromise plant health and reduce crop productivity. In this
study, they were isolated as endophytes from healthy guarana tissue, possibly representing potential
pathogens. However, the endophytic community of guarana includes other fungal genera previously
associated with plant bioprotection.
Future studies focusing on how host genetic variation and geographic location affect the microbial
community present in guarana; what types of interactions between endophytes and with the host;
and whether such interactions can be manipulated to improve the fitness of the holobiont are of great
interest in order to increase guarana plant protection and production.
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